Supporting Material and Methods:
Peptide Mass Fingerprinting MALDI-MS raw spectra for mass fingerprinting were processed using BioTools (Bruker Daltonics, MA). Data were processed using the smoothing algorithm SavitzkyGolay, baseline subtractions by the TopHat algorithm and peaks were centred at 80% peak high Excision iv) It could not be conclusively established which of the particular C4 isoforms (C4A, C4B or both) were present in this donor due to their extremely high sequence identity. There is an extremely high sequence similarity between the two C4 isoforms (CO4A_HUMAN vs CO4B_HUMAN) in humans. A blast search was preformed to find the positions of isoform unique amino acids and further compared peptide containing a unique site were identified in the MALDI-TOF experiment. There were no peptides from CO4A_HUMAN found in a sequence unique area. There was only one unique peptide from CO4B_HUMAN found but would need LC-MS-MS to satisfactorily characterise and identify peptides.
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Peptide coverage of identified peptides for excision i-iv, vi. 
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